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Figure	1  Sample distribution along transect. Colors correspond to STRUCTURE 
populations: Red represents the eastern  T. hudsonicus, brown represents western 





















Table 1: STRUCTURE results. Avg Q. douglasii/Avg Q. hudsconicus  represents the 
proportion of individuals from each species at each population. Variance is the variance 
of Q values among individuals in the population.   	





near	Baker	Lk.	 0	 11	 0.83	 0.17	 0.0437271	
near	Rockport	 13.6	 9	 0.79	 0.21	 0.0623484	
Newhalem	 44.1	 3	 0.8	 0.2	 0.061697	
HWY	20	 59.5	 6	 0.7	 0.3	 0.1077854	
Hwy	20,	12.6mi	
W	of	Rainy	Pass	
69.2	 7	 0.66	 0.34	 0.0299486	
Rainy	Pass	 75.12	 11	 0.74	 0.26	 0.1571753	
Easy	Pass	 75.37	 5	 0.61	 0.39	 0.1558687	
Bridge	Creek	
Trailhead	




76.6	 9	 0.31	 0.69	 0.504032	
Mazama	 92.4	 16	 0.03	 0.97	 0.002072	
Methow	Valley	 107.8	 10	 0.04	 0.96	 0.0017507	
Winthrop	 114.2	 3	 0.02	 0.98	 0.0001773	
























































13.6	 9	 4	 0	 0	 1	 3	 1	 0	
Newha
lem	
44.1	 3	 1	 0	 1	 0	 1	 0	 0	
HWY	
20	











75.12	 11	 6	 1	 3	 0	 1	 0	 0	
Easy	
Pass	












76.6	 9	 0	 2	 3	 0	 1	 3	 0	
Maza
ma	




107.8	 10	 0	 7	 0	 0	 0	 3	 0	
Winth
rop	
114.2	 3	 0	 3	 0	 0	 0	 0	 0	
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Twisp	 130	 16	 0	 16	 0	 0	 0	 0	 0	
	
	
